Panamanian and US samples were genetically identical at the 16S gene fragment, containing 556 bp. The USPanamanian haplotype differed by a 1-base T indel, a 4-base poly-C indel and a base substitution from the 559 bp Cuban sample from Havana. The E. planirostris samples from Topes de Collantes in central Cuba and the Bahamas differed by a single base substitution. Eleutherodactylus planirostris from Central Cuba versus Havana, however, showed 1.35% (6 mutational steps) divergence. Samples from Havana, Florida and Panama form a well-supported clade relative to conspecifics from central Cuba (Topes de Collantes) and the Bahamas (Fig. 1) . FIGURE 1. Maxiumum likelihood phylogeny of Eleutherodactylus species based on a 518 base pair fragment of the 16S gene and assuming the geneneral time-reversible model of molecular evolution with 2 rate heterogeneity parameters (GTR+I+Γ). Tree rooted based on preliminary analyses of 42 GenBank samples and on Heinicke et al. (2007) . Scale bar indicates an inferred branch length of 0.01 (1%). Statistical support for each node is indicated by its Bayesian marginal posterior probability followed by its parsimony bootstrap percentage, where a dash (-) indicates a probability <0.5 or a bootstrap score <50%. The three samples marked with an asterisk (*) were obtained for this study, while the other 16 sequences were obtained from GenBank (sample name starts with its GenBank accession number). Country of origin is by the corresponding ISO 3166-1 2-letter country code. Additional sample information is provided in text and in GenBank.
Our 16S molecular phylogeny agrees with that of Heinicke et al. (2011) , based on the cyt b gene, in grouping samples of E. planirostris from Havana and Florida (western lineage) relative to central Cuba and the Bahamas (eastern lineage). Our data place the E. planirostris samples from Panama in the western lineage. Given our current sampling, however, we cannot pinpoint the origin of Panamanian E. planirostris, although Florida is a likely candidate source given the sequence identity.
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Identification of invasive species may be difficult, especially when encountered for the first time in a new country, as local knowledge and comparative material of the invader may be limited. DNA sequencing provides ready access to standardized characters to aid in species identification. Comparative data for the COI barcode are still uncommon among amphibians (Smith et al. 2008 ), but we expect greater taxonomic and geographic sampling for all amphibians under a globally expanding DNA barcoding campaign. Regardless of the gene, mitochondrial DNA sequence data aid in quickly identifying taxonomic problems, while an integrative approach to taxonomy may best solve such problems (Padial et al. 2010) .
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